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22 Protein sequence databases. Current Opinion in Chemical Biology, 2004, 8, 76-80. 6.1 201
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32 iPTMnet: an integrated resource for protein post-translational modification network discovery.
Nucleic Acids Research, 2018, 46, D542-D550. 14.5 120
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36 Prediction of catalytic residues using Support Vector Machine with selected protein sequence and
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39 A fast Peptide Match service for UniProt Knowledgebase. Bioinformatics, 2013, 29, 2808-2809. 4.1 101
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Steroidogenesis in MA-10 Mouse Tumor Leydig Cells. Endocrinology, 2010, 151, 3348-3362. 2.8 78
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50 Protein Information Resource: a community resource for expert annotation of protein data. Nucleic
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3.0 42
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74 Overview of the interactive task in BioCreative V. Database: the Journal of Biological Databases and
Curation, 2016, 2016, baw119. 3.0 36
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81
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eGenPub, a text mining system for extending computationally mapped bibliography for UniProt
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174 Protein-Centric Data Integration for Functional Analysis of Comparative Proteomics Data. Methods in
Molecular Biology, 2011, 694, 323-339. 0.9 3

175 Neural Networks for Molecular Sequence Classification. , 1994, , 279-305. 3
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